Fig. S1. Amino acid sequence of CbpL.
Color code for the different parts of the protein is as follows: signal peptide (gray), Excalibur domain (green), linkers (black), choline binding domain (CBD, purple), Ltp_Lipoprotein domain (red). Sequence of the choline binding repeats (R1 to R9) integrating the CBD is underlined in different colors.
Fig. S2. Molecular organization of the cbpL-gene loci in Streptococcus pneumoniae

D39 and TIGR4.
(A) The in silico analysis revealed a monocistronic organization of the CbpL-encoding gene in D39 and a polycistronic organization in TIGR4. The protein accession is YP_816078.1. The two genes upstream of cbpL in D39 encode a zinc metalloprotease (ZmpB; SPD_0577 in D39) and a para-aminobenzoic acid synthetase (PabB; SPD_0578 in D39). The genes downstream of cbpL encode a glucokinase (Gki; SPD_0580) and thymidylate synthase (ThyA; SPD_0581), respectively. In TIGR4 the gene sp_0666 is annotated between cbpL and pabB and suggested to encode a putative pyrimidine utilization protein [1] . Putative promoters (arrows) were predicted by the 
Fig. S10. Structural features of the Excalibur domain.
(A) A strong hydrophobic core is built with aromatic and hydrophobic residues, some of them are exposed. (B) Electrostatic potential surface of the Excalibur domain presents two faces, one of them with prevalence of positively-charged residues and the other (roughly 180º apart) presenting negatively-charged residues.
Fig. S11. Growth of pneumococci is not affected in pneumococci lacking CbpL.
Pneumococci were cultured in the chemically defined medium RPMI modi [2] under microaerophilic conditions at 37 °C. At each indicated time point the optical density of the culture was measured at 600 nm. 
Fig. S13. Homology modeling of CbpL Ltp_Lipoprotein domain.
Homology modeling was performed using the online Swiss-Prot server using Ltp protein (PDB code 4EQQ) from temperate phage TP-J34 of Streptococcus thermophilus as template [3] [4] [5] . Sequence alignment was performed using ClustalW. 
